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Additional file 1: Figure S1: 
Single-gene phylogeny with multiple cross contaminations. Single-gene phylogeny 
reconstructed from a gene of dataset A belonging to the 14-3-3 gene family (see Methods section 
for details), showing at least 11 instances of cross contamination. We used CroCo to categorise 
transcripts and coloured them accordingly: blue for clean transcripts, grey for low coverage 
transcripts, orange for dubious transcripts and red for cross contaminations. 
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Additional file 1: Figure S2: 
Comparison between transcript categorization by CroCo and a reference set of manually 
detected cross contaminations. CroCo categorization into five categories of transcripts 
previously classified as clean (629 cases, in blue) or as cross contaminations (179 cases, in red) 
using default parameters. 
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Additional file 1: Figure S3: 
Benchmarking CroCo using simulations. Impact of genetic distance between the contaminant 
and the contaminee for three different mapping tools on the proportion of cross contamination 
correctly detected, cross contamination detected as dubious and clean transcripts categorized as 
anything other than clean. RapMap and Kallisto outperform Bowtie for this task. 
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Note for network graph interpretation :  
Colors, nodes diameter and arrow sizes in networks are relative to the sampling used and 
therefore cannot be compared across different sequencing experiments. Example : although 
Dryodora glandiformis looks cleaner in fig. 2a than Polycelis nigra in Additional file 1: Figure S5 
based on respective colors, both species have ~6% of their transcriptome that is contaminated. 
 
 
 
 
 
 
 
Additional file 1: Figure S4: 
Network visualisation of cross contamination patterns in dataset B. Node diameter is 
proportional to the number of time the sample contaminates another one, node color represent the 
proportion of its sequence that are contaminated (from white to red), and arrow sizes represent the 
number of cross contaminations. For clarity, arrows representing less than 2% of the largest cross 
contamination link are not represented. 
6 
 
 
 
Additional file 1: Figure S5: 
Network visualisation of cross contamination patterns in dataset C. Node diameter is 
proportional to the number of time the sample contaminate another one, node color represent the 
proportion of its sequence that are contaminated (from white to red), and arrow sizes represent the 
number of cross contaminations. For clarity, arrows representing less than 2% of the largest cross 
contamination link are not represented. 
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Additional file 1: Figure S6: 
Network visualisation of cross contamination patterns in dataset D. Node diameter is 
proportional to the number of time the sample contaminate another one, node color represent the 
proportion of its sequence that are contaminated (from white to red), and arrow sizes represent the 
number of cross contaminations. For clarity, arrows representing less than 2% of the largest cross 
contamination link are not represented. 
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Additional file 1: Figure S7: 
Network visualisation of cross contamination patterns in dataset E. Node diameter is 
proportional to the number of time the sample contaminate another one, node color represent the 
proportion of its sequence that are contaminated (from white to red), and arrow sizes represent the 
number of cross contaminations. For clarity, arrows representing less than 2% of the largest cross 
contamination link are not represented. 
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Additional file 1: Figure S8: 
Network visualisation of cross contamination patterns in dataset F. Node diameter is 
proportional to the number of time the sample contaminate another one, node color represents the 
proportion of its sequence that are contaminated (from white to red), and arrow sizes represent the 
number of cross contaminations. For clarity, arrows representing less than 2% of the largest cross 
contamination link are not represented. 
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Additional file 1: Table S1: 
Datasets from six recent sequencing projects analysed with CroCo. Datasets, species names, 
taxonomy and accession numbers for sequencing data. 
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Additional file 1: Table S2: 
Effect of fold difference parameter value on transcripts categorizations. Transcript 
catagories, value of the fold difference parameter, number of transcripts in Mnemiopsis leidyi and 
Vallicula multiformis. 
 
 
